The convergence-divergence duality in lectin domains of selectin family and its implications.
A comparison of the three-dimensional structures of P-, L-, and E-selectin lectin domains reveals that there is a convergence-divergence duality for the 77-107 polypeptide in the three domains; i.e. part of the peptide is folded into a closely similar conformation, and part of it into a highly different one. Since the 77-107 residues are associated with the putative binding sites of the selectin family for ligands, this kind of duality might well reflect the common character of ligands to the selectin family as well as the specificity to each of their respective receptors. The finding may be of use for rationally designing selectin inhibitors with a given specificity and possible antiadhesion drugs.